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SEQUENCE LISTING 

<110> DEWOLF, WALTER E . 

<12 0> METHODS OF USING FAB I AND COMPOUNDS 
MODULATING FAB I ACTIVITY 



<130> GM50056 

<140> TO BE ASSIGNED 

<141> 2001-11-07 

<15 0> PCT/US0 0 / 12 104 

<151> 2000-05-04 

<150> 60/134,362 

< 1 5 1 > 19 9 9- 0 5- 1 4 

<160> 4 

<170> FastSEQ for Windows Version 4.0 

<210> 1 

<211> 775 

<212> DNA 

<213> Staphylococcus aureus 



<400> 1 



a:gttaaatc 


1 tgaaaacaa 


aacata tgtc 


atca tgggaa 


tege taa taa 


gegtagtat t 


6 0 


gcttttggtg 


tcgctaaagt 


t ttagatcaa 


t taggtgc ta 


aat tagtat t 


tac t taccgt 


1 2 0 


aaagaacgta 


gccgtaaaga 


get tgaaaaa 


t tattagaac 


aat taaatca 


accagaagcg 


1 * 0 


cacttatatc 


aaatcgatgt 


teaaagegat 


gaagaggt ta 


t taatggt 1 1 


tgagcaaatt 


2 4 Oi 


g-paaaga tg 


C tggcaatat 


tga tgg tgta 


tat cat tcaa 


tegcatttge 


taa tatggaa 


3 0 0 


gact tacgcg 


gacgcttttc 


tgaaac 1 1 ca 


cgtgaaggc t 


tct tgt tagc 


tcaagacatt 


3 60 


agttcttact 


cat:aacaat 


tgtggctcat 


gaagctaaaa 


aa t taa tgee 


agaaggtggt 


42 0 


a- ;cattgttg 


caacaacata 


1 1 1 aggtggc 


gaattcgcag 


ttcaaaatta 


taatg tga tg 


4 8 0 


ggtgttgcta 


aagcgagctt 


agaagcaaat 


gt taaata 1 1 


tagcat taga 


cttaggtcct 


54 0 


gataatattc 


gcgt^aatgc 


aat t tcagct 


ggtccaa tec 


gtacattaag 


tgcaaaaggt 


6 0 0 



gtgggtggtt tcaatacaat tcttaaagaa 
taacgttgat caagtagaag taggtaaaac 
tggcgttaca ggtgaaaata ttcatgtaga 



atcgaagagc gtgcaccttt guraaaaacg 660 
agcggcttac ttrtcaagtg acttatcaag 720 
tagcggattc cacgcaatta aataa 775 



<210> 2 
<211> 256 
<212> ?RT 

<213> Staphylococcus aureus 



<400> 2 

Met Leu Asn Leu Glu Asn Lys Thr Tyr Val lie Met Gly lie Ala Asn 

15 10 15 

Lys Arg Ser lie Ala Phe Gly Val Ala Lys Val Leu Asp Gin Leu Gly 

2 0 2 5 3 0 

Ala Lys Leu Val Phe Thr Tyr Arg Lys Glu Arg Ser Arg Lys Glu Leu 

3 5 4 0 4 5 

Glu Lys Leu Leu Glu Gin Leu Asn Gin Pro Glu Ala His Leu Tyr Gin 

5 0 5 5 6 0 

lie Asp Val Gin Ser Asp Glu Glu Val lie Asn Gly Phe Glu Gin lie 
6 5 7 0 7 5 3 0 

Gly Lys Asp Val Gly Asn lie Asp Gly Val Tyr His Ser lie Ala Phe 

35 90 95 

Ala Asn Met Glu Asp Leu Arg Gly Arg Phe Ser Glu Thr Ser Arg Glu 

1 0 0 10 5 110 

Gly Phe Leu Leu Ala Gin Asp lie Ser Ser Tyr Ser Leu Thr lie Val 

115 120 125 

Ala His Glu Ala Lys Lys Leu Met Pro Glu Gly Gly Ser lie Val Ala 

13 0 13 5 14 0 

Thr Thr Tyr Leu Gly Gly Glu Phe Ala Val Gin Asn Tyr Asn Val Met 
115 150 155 160 

Gly Val Ala Lys Ala Ser Leu Glu Ala Asn Val Lys Tyr Leu Ala Leu 

16 5 17 0 17 5 

Asp Leu Gly Pro Asp Asn lie Arg Val Asn Ala lie Ser Ala Gly Pro 

1-0 185 190 

lie Arg Thr Leu Ser Ala Lys Gly Val Gly Gly Phe Asn Thr lie Leu 

19 5 2 3 0 2 0 5 

Lys Glu lie Glu Glu Arg Ala Pro Leu Lys Arg Asn Val Asp Gin Val 

2 1 0 2 15 2 2 0 

Glu Val Gly Lys Thr Ala Ala Tyr Leu Leu Ser Asp Leu Ser Ser Gly 
2 2 B 23 0 225 24 0 





Val Thr Gly Glu Asn lie His Val Asp Ser Gly Phe His Ala lie Lys 



<J10> 3 
<211> 39 
<212> DNA 

<J13> Staphylococcus aureus 
<400> 3 

cgcctcgaga tgttaaatct tgaaaacaaa acatatgtc 39 

<210> 4 
<211> 33 
<J12> DNA 

<J13> Staphylococcus aureus 



245 



250 



255 



<400> 4 



cgcggatcca atcaagtcag gttgaaatat cca 



33 



